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In the Claims : 

Please cal^cel claims 24-38 and 81 without prejudice to future prosecution thereof. 
Please amend claims 41, 42, 48, 49, 51, 54-57, 59, 60, 67, 69, 70, 72, 73, 79, 80, 91 and 96 as 
follows: 



y I 41. (Amended) \ A kit for amplifying and detecting Mycobacterial nucleic acid, 

J^-^ containing a first oligonucleckie of about 24 to about 1 00 bases in length comprising a 

nucleotide base sequence GTcVtGTGGTGGAAAGCGCTTTAG (SEQ ID: 3) and [at least one 
additional] one or more of secnn?i oligonucleotides of about 23 to about 100 bases in length 
selected fi-om the group consistingVf xGCCGGTCACCCCACCAACAAGCT (SEQ ID: 1) and 
xGGATAAGCCTGGGAAACTGgWtAATACC (SEQ ID: 2), wherein x is nothing or is a 
sequence recognized by an RNA polj^erase. 

42. (Amended) A kit for artrolifying and detecting Mycobacterial nucleic acid, 
containing a first oligonucleotide of about^ to about 100 bases in length comprising a 
nucleotide base sequence GGAGGATATGlbrCAGCGCTACC (SEQ ID: 8) and [at least one 
additional] one or more of second oligonucleotides of about 20 to about 100 bases in length 
selected fi-om the group consisting of xCCAGGCCACTTCCGCTAACC (SEQ ID: 6) and 
xCGCGGAACAGGCTAAACCGCACGC (SEQ \ 7), wherein x is nothing or is a sequence 
recognized by an RNA polymerase. 



y/ f) 48.(Ameyed) The kit of claim 41, wherein one or more of said second 

, iK ^o'iSonucleotides i.s^modified at 3' end to reduce nr bl o ck extension nf said one or more of saiH 
. , second oligonucleoti^s by a polymerase [sequences has a 3' end modified to reduce or block 
^ » "1 Nextension by a polyme^e]. 
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49. (Amended) The kit of claim [41] 48, wherein one or more of said ..iPrnnH 
oligonucleotides is unmodified at V end [at least one said oligonucleotide comprises a mixture 
comprising modified and unmodified members comprising a common nucleotide sequence]. 
I 



5 1 . (Amended) U plurality of [The] oligonucleotides of claim 40 . wherein one or 
more of said oligonucleotides Lmmodified at V end and one or more of said oh pnnucleotides is 
modified at 3' end to reduce or block extens i on bv a nolvmerasR [comprising a mixture 
comprising members selected fi-om^the group consisting of 

a) 3' unmodified Members and members modified at their 3' end to reduce or 
block extension W a polymerase, and 

b) a mixture of membete differently modified at their 3' ends to 
reduce or block extensdon by a polymerase]. 



[p\ 54. (Amended) The plurality of oligonucleoti des of claim 51. wherein one nr mnrP 

ofsaid oligonucleotides is differently modi fi ed at 3' end to reduce or block extension hv a 
polymerase [The composition of claim 27 comprising a reverse transcriptase which is both said 
DNA-dependent DNA ^lymerase and said RNA-dependent DNA polymerase]. 



55 . (Amended) The kit of claim 42, wherein one or more of said second 
oligonucleotides is Modified at 3' end to rednr. e or block extension ofsaid one or more ofsaid 
second oligonucleotidd^; by a polymerase [sequences has a 3' end modified to reduce or block 
extension by a polymerase]. 

56. (Amended) \The kit of claim [42] 55. wherein one or more ofsaid sernnH 
oligonucleotides is unmodifieLt 3' end [comprising a mixture comprising unmodified members 
and members modified at their 3\end to reduce or block extension ofsaid members by a 
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polymerase, wherein said ^mbers comprise one or more of said sequences]. 



57. (Amended) A nucleic acid hybridization probe, comprising an oligonucleotide 
1^ from 1 0 to 1 00 nucleotides in length which will hybridize with at least 1 0 contiguous bases of a 



nucleotide base sequence region of Mycobacterium tuberculosis nucleic acid to form a detectable 
hybridization duplex under selective hybridization conditions, wherein said region consists of a 
nucleotide base sequence selected from the group consisting of SEQ ID NO[s.]: 3^ [and] SEP ID 
NO: 8, and their fully complementary sequences of the same length. 




59. (Amended) The probe of claim 57, wherein said oligonucleotide comprises a 
nucleotide base sequence selected from the group consisting of SEQ ID NO[s.]i 3^ [and] SEP ID 
NO: 8, and their fully complementary sequences of the same length. 



60. (Amended) The probe of claim 57, wherein said oligonucleotide consists of a 
nucleotide base sequence selected from the group consisting of SEQ ID NO[s.]: 3^ [and] SEP ID 
NO: 8, and their ftiUy complementary sequences of the same length. 




67. (Amended) An oligonucleotide from 10 to 100 nucleotides in length able to 
bind to or extend through a region of Mycobacterium tuberculosis nucleic acid, wherein said 
region consists of a nucleotide base sequodce selected from the group consisting of SEQ ID 
NO[s.]: 2, SEQ ID NO: 7, SEO ID NO: 12 and SEOIDNO: 23, and their fully complementary 
sequences of the same length. { 



69. (Amended) The olia6nucleotide of claim 67, comprising a nucleotide base 
sequence selected from the group corfsisting of SEQ ID NO[s.]: 2, SEO ID NO: 7, SEO ID NO: 
22 and SEO ID NO: 23, and their fiJly complementary sequences of the same length. 
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70. (Amended) The oligonucleotide of claim 67, consisting of a nucleotide base 
sequence selected from the group consisting of BEQ ID NO[s.]: 2, SEP ID NO: 7, SEP ID NO: 
22 and SEQ ID NP: 23, and their fully compleilientary sequences of the same length. 





72. (Amended) \ The oligonucleotide of claim 71, comprising a nucleotide base 
sequence selected from thWoup consisting of SEQ ID NP[s.]: 1, SEPIDNP: 6 and SEP ID 



NP: 19. 



73. (Amended) ^he oligonucleotide of claim 71, consisting of a sequence selected 
fromthe group consisting of SEQ ID NP[s.]: 1, SEP ID NP: 6 and SEP ID NO: 19. 





79. (Amended) \ The composition of any one of claims 74, 76, or 77, further 
comprising a nucleic acidVybridization assay probe from about 10 to about 100 nucleotide bases 
in length which will hybridW with at least 10 contiguous bases of a nucleotide base sequence 
region of Mycobacterium tubisrculosis nucleic acid to form a detectable duplex under 
hybridization conditions; wher^ said region is selected from the group consisting of SEQ ID 
P: 8 [or] Md the perfectly complementary sequence thereto. 



^a^\oii^ 



80. (Amended) The composition of claim 79, wherein said probe comprises an 



\°"^°""'''^°^''*^ f"^'* ^ nucleotide bas^equence comprising] selected from th^ groun consisting 
r ^SEQ ID NP: 8 [or] and the perfectly a^mplementary sequence thereto. 




91 . (Amended) The composition of claim 89, wherein said probe comprises an 
oligonucleotide [with a nucleotide base sequence] selected from the p rnup ronsi.ring of SEQ ID 
NP: 3 [or] mid the perfectly complementary sequence thereto. 




^ 96. (Amended) A prob^piix comprising: 
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a nucleic acid hybridization assay probe comprising an oligonucleotide from 10 to 100 
nucleotides in length which Will hybridize with at least 10 contiguous bases of a region of 
Mycobacterium tuberculosis Juicleic acid to form a detectable hybridization duplex under 
selective hybridization conditidtas, wherein said region is selected from the group cnnsist[s]iTTg of 
SEQ ID NO. 8[, or] and its fiilly Jtomplementary sequence of the same length, and a helper probe. 



Please and add new claims 102-142 as follows: 





1 02 . A composition comprising: 

a nuclei^acid comprising a (+) target sequence, 

a first oligWucleotide comprising a primer sequence able to hybridize at or near 
the 3'-end of said (+) targetWquence, a 5' promoter sequence, and a modification at or near the 3' 
end of said first oligonucleotWe primer sequence which reduces or blocks extension of said first 
oligonucleotide primer sequerice by a polymerase compared to said first oligonucleotide primer 
lequence not having said modification, 

a second oligonucleotide comprising a primer sequence able to hybridize at or 
near said 3'-end of said (+) target sWence, a 5' promoter sequence, and an optionally present 
modification at or near the 3' end of kid second oligonucleotide primer sequence which reduces 
or blocks extension of said second oh^nucleotide primer sequence by a polymerase compared 
to said second oligonucleotide primer sequence not having said modification, wherein said 
second oUgonucleotide hybridizes to saidV) target sequence in effectively the same position as 
said first oligonucleotide and said second oligonucleotide modification, if present, is different 
than said first oligonucleotide modification, 

a third oHgonucleotide comprising^ primer sequence able to hybridize to the 3'- 
end of a (-) target nucleic acid sequence which is produced during said method and which is the 
complement of said (+) target sequence, an optionallyVesent 5* promoter sequence, and an 
optionally present modification at or near the 3' end of sahd third oligonucleotide primer 
sequence able to reduce or block extension of said third olig^ucleotide primer sequence by a 
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polymerase compVed to said third oligonucleotide primer sequence not having said 
modification, \ 

an enzWe selected from the group consisting of DNA dependent DNA 
polymerase and RNA d^endent DNA polymerase, and 

one or mofte RNA polymerases that recognize said first and said second 
oligonucleotide 5' promote^equences. 

1 03 . The composition of claim 1 02, wherein said (+) target sequence is RNA. 

1 04. The composition of claim 1 02, wherein said composition further comprises 
RNAse H activity. 

105. The composition of claim 104, wherein said RNAse H activity is supplied by 
exogenous RNAse H from E. coli. 



1 06. The composition of claim 1 04, wherein said RNAse H activity is supplied by a 
reverse franscriptase. 

1 07. The composition of claim 1 02, wherein said enzyme is a reverse transcriptase 
which is both a DNA-dependent DNA polymerase and an RNA-dependent DNA polymerase. 

The compoWon of claim 102, further comprismg a molecule selected from the 
group consisting of DMSO, ahnethylformamide, ethylene glycol, zinc and glycerol. 

1 09. The composition 1 02, further comprising a helper oligonucleotide. 

1 1 0. The composition of claim 1 02, wherein said first and said second oligonucleotides 
are present in a molar ratio of between 1:1 and 1000:1. 
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1 1 L The composition of claim 102, wherein said second oUgonucleotide contains said 
modificatiork 



112. The composition of claim 111, further comprising a fourth oligonucleotide 
comprising a prime\^equence that hybridizes in effectively the same position as said first and 
second oligonucleotides and an optionally present 5' promoter sequence, wherein said fourth 
oligonucleotide does ndt contain a modification at or near its 3' end to reduce or block primer 
extension of said fourth oligonucleotide primer sequence. 

113. The composibon of claim 1 02, wherein said first oligonucleotide modification and 
said second oligonucleotide i^dification are each independently selected fi-om the group 
consisting of alkane diol modification, 3* deoxynucleotide residue, nucleotide with a 
nonphosphodiester linkage, non-Wleotide modification, base non-complementary to said (+) 
target sequence, and dideoxynucleVide. 

1 14. The composition of claWn 102, wherein said first oligonucleotide modification and 
said second oligonucleotide modificatioV are each independently selected fi-om the group 
consisting of cordycepin, ribonucleotide, and phosphorothioate nucleotide. 

115. The composition of claim 102 Vherein said third oHgonucleotide does not 
contain said modification. \ 

1 16. The composition of claim 102, whereV said third oligonucleotide contains said 5' 
promoter sequence. \^ 

117. The composition of claim 1 16, wherein said fl^^d oligonucleotide contains said 
modification. \i 
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118. The composition of claim 102, wherein said first and said second oligonucleotide 
primer sequencekare the same. 

119. The composition of claim 102, wherein said first and said second oligonucleotide 
primer sequences are different. 

120. A composition comprising: 

a nucleic acid comprising a (+) target sequence, 

a first oligonticleotide comprising a primer sequence able to hybridize to the 3'- 
end of said (+) target sequenceL an optionally present 5' promoter sequence, and an optionally 
present modification at or near me 3* end of said first ohgonucleotide primer sequence able to 
reduce or block extension of said Wst oligonucleotide primer sequence by a polymerase 
compared to said first oligonucleotide primer sequence not having said modification, 

a second ohgonucleotide comprising a primer sequence able to hybridize at or 
near the 3*-end of a (-) target nucleic acm sequence which is produced during said method and 
which is the complement of said (+) target sequence, a 5* promoter sequence, and a modification 
at or near the 3' end of said second ohgonuoJeotide primer sequence which reduces or blocks 
extension of said second oligonucleotide primer sequence by a polymerase compared to said 
second ohgonucleotide primer sequence not having said modification, 

a third oligonucleotide comprising a primer sequence able to hybridize at or near 
said 3'-end of said (-) target sequence, a 5' promoter sequence, and an optionally present 
modification at or near the 3* end of said third oligonucleotide primer sequence which reduces or 
blocks extension of said third oligonucleotide primensequence by a polymerase compared to said 
third oligonucleotide primer sequence not having said modification, wherein said third 
oligonucleotide hybridizes to said (-) target sequence in Wectively the same position as said 
second ohgonucleotide and said third oligonucleotide moodfication, if present, is different than 
said second oligonucleotide modification, \ 
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an enzwne selected from the group consisting of DNA dependent DNA 
polymerase and RNA d^endent DNA polymerase, and 

one or more RNA polymerases that recognize said first and said second 
oligonucleotide 5' promotenf equences. 

121 . The composition of claim 120, wherein said (+) target sequence is RNA. 

122. The composition of claim 120, wherein said composition further comprises 
RNAse H activity. 

123. The composition of claim 122, wherein said RNAse H activity is supplied by an 
exogenous RNAse H from E. coli, 

124. The composition of claim 122, wherein said RNAse H activity is supplied by a 
reverse transcriptase. 



125. The composition of claim 120, wherein said enzyme is a reverse transcriptase 
which is both a DNA-dependent DNA polymerase and an RNA-dependent DNA polymerase, 

126. The composition of claim 120, fiirther comprising a molecule selected from the 
^group consisting of DMSD, dimethylformamide, ethylene glycol, zinc and glycerol. 

127. The compositW of claim 120, fiirther comprising a helper oligonucleotide. 

128. The composition of claim 120, wherein said second and said third 
ohgonucleotides are present in a molar ratio of between 1:1 and 1000:1. 

The composition of claim 120, wherein said third oligonucleotide contains said 



129. The compositic 
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modification. 



130. \ The composition of claim 129, further comprising a fourth oligonucleotide 
comprising a pWr sequence that hybridizes in effectively the same position as said second and 
third oligonucIeotWs and an optionally present 5' promoter sequence, wherein said fourth 
oligonucleotide doesVt contain a modification at or near its 3' end to reduce or block primer 

^ extension of said fourti^oligonucleotide primer sequence. 

131. The composifbn of claim 120, wherein said second oHgonucleotide modification 
and said third oligonucleotide Modification are each independently selected fi-om the group 
consisting of alkane diol modific^n, 3' deoxynucleotide residue, nucleotide with a 
nonphosphodiester linkage, non-nucWide modification, base non-complementaiy to said (+) 
target sequence, and dideoxynucleotide\ 



132. The composition of claim 12lSL wherein said first oligonucleotide modification and 
said second oHgonucleotide modification are e^h independentiy selected fi-om the group 
consisting of cordycepin, ribonucleotide, and phdk)horothioate nucleotide. 

133. The composition of claim 120, whereiri<^aid first oligonucleotide does not contain 
said modification. 

134. The composition of claim 120, wherein said fi^t oHgonucleotide contains said 5' 
promoter sequence. 



135. The composition of claim 120, wherein said third oligVdeotide contains said 
modification. 



136. The composition of claim 134, wherein said first oligonucleotideVpromoter 
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sequence\ said second oligonucleotide 5' promoter sequence and said third oligonucleotide 5' 
promoter sequence are the same. 

137. The composition of claim 120, wherein said second and said third oligonucleotide 
primer sequences are the same. 

138. The composition of claim 120, wherein said second and said third oligonucleotide 
primer sequences areXdifferent. 



139. A kit comprising: 

a first oligoWleotide comprising a primer sequence able to hybridize at or near 
the 3'-end of a (+) target sequence, a 5' promoter sequence, and a modification at or near the 3' 
end of said first oligonucleotidfe primer sequence which reduces or blocks extension of said first 
oligonucleotide primer sequenceSby a polymerase compared to said first ohgonucleotide primer 
sequence not having said modificalaon, 

a second oligonucleotide comprising a primer sequence able to hybridize at or 
near said 3'-end of said (+) target sequence, a 5' promoter sequence, and an optionally present 
modification at or near the 3' end of said Wond oligonucleotide primer sequence which reduces 
or blocks extension of said second oligonud^eotide primer sequence by a polymerase compared 
to said second oligonucleotide primer sequence not having said modification, wherein said 
second oligonucleotide hybridizes to said (+) t^et sequence in effectively the same position as 
said first oligonucleotide and said second ohgonu\jeotide modification, if present, is different 
than said first oligonucleotide modification, 

a third ohgonucleotide comprising a pritaer sequence able to hybridize to the 3'- 
end of a (-) target nucleic acid sequence which is produced during said method and which is the 
complement of said (+) target sequence, an optionally present 5' promoter sequence, and an 
optionally present modification at or near the 3' end of said thSrd oligonucleotide primer 
sequence able to reduce or block extension of said third ohgonucleotide primer sequence by a 
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polymefak compared to said third oligonucleotide primer sequence not having said 
modificatior 

\an enzyme selected from the group consisting of DNA dependent DNA 
polymerase and>p^rA dependent DNA polymerase, and 

onte or more RNA polymerases that recognize said first and said second 
oligonucleotide 5* promoter sequences. 

140. The kitV claim 1 39, further comprising a probe able to indicate the presence of 
said (+) target sequence V said (-) target sequence. 



141. A kit comprising: 

a first oligonuclV)tide comprising a primer sequence able to hybridize to the 3'- 
end of a (+) target sequence, an ^tionally present 5' promoter sequence, and an optionally 
present modification at or near theV end of said first oligonucleotide primer sequence able to 
reduce or block extension of said firsVoligonucleotide primer sequence by a polymerase 
compared to said first oligonucleotide pfemer sequence not having said modification, 

a second oligonucleotide c6mprising a primer sequence able to hybridize at or 
near the 3'-end of a (-) target nucleic acid seVence which is produced during said method and 
which is the complement of said (+) target science, a 5' promoter sequence, and a modification 
at or near the 3' end of said second oligonucleotide primer sequence which reduces or blocks 
extension of said second oligonucleotide primer science by a polymerase compared to said 
second oligonucleotide primer sequence not having ^id modification, 

a third oligonucleotide comprising a priW sequence able to hybridize at or near 
said 3'-end of said (-) target sequence, a 5' promoter sequ^ice, and an optionally present 
modification at or near the 3' end of said third oligonucleoti^primer sequence which reduces or 
blocks extension of said third oligonucleotide primer sequence^ a polymerase compared to said 
third oligonucleotide primer sequence not having said modificati^, wherein said third 
oHgonucleotide hybridizes to said (-) target sequence in e£fectively\e same position as said 
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